SUPPLEMENTARY FIGURE 1. Phylogenetic analysis of major OTUs of less
abundant phyla of Bacteria from the WLB sediment core. The unrooted
phylogenetic tree was constructed by maximum likelihood. A mask of 759
nucleotides with non-ambiguously aligned positions was used. Bootstrap values
(100 replicates) above 60 are shown above the relevant node. GenBank

accession numbers of sequences from other studies are included.
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